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Introduction

During the first trimester of 2021, a national vaccination campaign

was deployed against the virus in the Dominican Republic. First to be
Confirmed positive samples were processed for the amplification

of SARS-CoV-2 RNA using RT-PCR and subsequent genome
sequencing with Oxford Nanopore SQK-109 ligation sequencing

implemented were vaccines based on adenovirus vector delivery,
followed by mRNA-based vaccines. To better understand the
effectiveness of vaccine among vaccinated and unvaccinated persons

in relation to SARS-CoV-2 variants we analyzed clinical and molecular kit.
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Figure 2. Analyzed variants and outcomes of SARS-CoV-2 patients with O m (Delta)

or without prior vaccination.
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This suggests that variant of interest can also have a deleterious impact on Figure 1. Phylogenetic analysis of SARS-CoV-2 cases and collected

vaccinated individuals genome sequences in the Dominican Republic.

Presented at the Dominican Week of Science and Technology
XVII International Congress of Scientific Research

(ICSR)

References:

1.Paulino-Ramirez, R., Riego, E., Vallejo-Degaudenzi, A., Calderon, V. V., Tapiq, L., Ledn, P,, ... & Marcello, A. (2021). Whole-Genome Sequences of SARS-CoV-2 Isolates from the Dominican Republic. Microbiology Resource Announcements, 10(47),
e00952-21.
2.Chan JF, Yuan S, Kok KH, To KK, Chu H, Yang J, Xing F, Liu J, Yip CC, Poon RV, Tsoi HW. A familial cluster of pneumonia associated with the 2019 novel coronavirus indicating person-to-person transmission: a study of a family cluster. The Lancet.

2020 Feb 15;395(10223):514-23.
3.Huang C, Wang Y, Li X, Ren L, Zhao J, Hu Y, Zhang L, Fan G, Xu J, Gu X, Cheng Z. Clinical features of patients infected with 2019 novel coronavirus in Wuhan, China. The lancet. 2020 Feb 15;395(10223):497-506

UNIBE -

LEADING GLOBAL EDUCATION

- GOBIERNO DE LA
REPUBLICA DOMINICANA

HUB DE INVESTIGACIOME
INNOVACION UNIBE =

/{“\\ l MINISTERIO DE EDUCACION SUPERIOR.
311t | CIENCIA Y TECNOLOGIA

View publication stats


https://www.researchgate.net/publication/364331597

